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Globularia nudicaulis

 

 (family 

 

Globulariaceae

 

) is a perennial, found
naturally on European mountains at altitudes between 900 and 2000 m.
In June 2004, 

 

G. nudicaulis

 

 plants, with a yellow mosaic and/or variega-
tion on malformed leaves, were noted among plant species cultivated in the
Botanical Garden at Bologna University, Italy. No elongated virus-like
particles were observed in affected-leaf extracts by transmission electron
microscopy using a leaf dip method. By applying a protein A sandwich
enzyme-linked immunosorbent assay (PAS-ELISA) technique (Edwards &
Cooper, 1985), 

 

Cucumber mosaic virus

 

 (CMV) was detected using a
polyclonal antiserum (PVAS 30, American Type Culture Collection,
Manassas, VA, USA). CMV from 

 

G

 

. 

 

nudicaulis

 

 leaves was mechanically
transmitted to 10 of 14 species tested.

Local lesions were observed in 

 

Chenopodium murale

 

 and 

 

C. quinoa

 

;
systemic symptoms were observed in 

 

Nicotiana tabacum

 

, 

 

N. benthamiana

 

,

 

N. glutinosa

 

, 

 

N. clevelandii

 

 and 

 

Capsicum annuum

 

, and 

 

Cucumis sativus

 

and 

 

C. melo

 

. Reverse transcription-polymerase chain reaction (RT-PCR)
and single-strand conformation polymorphism (SSCP) were employed to
characterize the CMV isolate. Total RNA was extracted from affected 

 

G.
nudicaulis

 

 leaf samples with a RNeasy Plant Minikit (Qiagen) according
to the manufacturer’s instructions. RT-PCR was carried out using specific

primers for the movement protein gene of RNA3 of CMV (forward MP +
CATGGCTTTCCAAGGTACCAG, genomic position 118nt to 138nt,
and reverse CTAAAGACCGTTAACCACCTGC, genomic position 938nt
to 959nt; Lin 

 

et al

 

., 2004). All samples yielded DNA fragments of
the expected size: 841 bp. PCR products were then analysed by SSCP to
identify specific sequence variants and compare genetic relationships with
other CMV isolates from the Botanical Garden (MGB & SD, unpublished
results).

The results showed a sequence variant that was different from other
local CMV isolates, indicating that CMV isolate 

 

G

 

 in 

 

G. nudicaulis

 

 is a
new accession in this location. This is the first time that CMV has been
isolated from 

 

G. nudicaulis.
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Rose rosette, a devastating disease in the midwestern and southeastern
United States, is vectored by the eriophyoid mite 

 

Phyllocoptes fructiphilus

 

,
and the causal agent is believed to be a virus (Ahn 

 

et al

 

., 1996). In an
attempt to characterize the causal agent of the disease, double-stranded
RNA (dsRNA) was isolated from diseased plants. One of the plants
assayed gave a dsRNA band pattern similar to that of viruses in the

 

Bromoviridae

 

 family. DsRNA was cloned as described (Tzanetakis 

 

et al

 

.,
2005) and several clones were sequenced to determine the origin of the
bands. Sequence analysis indicated that a new virus can infect rose. The
novel virus, named hereafter Rose virus 1 (RsV-1), shared about 70%
nucleotide identities with 

 

Strawberry necrotic shock virus

 

 (SNSV) and

 

Tobacco streak virus

 

 (TSV) and less than 50% identities with the other
two rose-infecting ilarviruses, 

 

Prunus necrotic ringspot virus

 

 and 

 

Apple
mosaic virus

 

. Regions of RsV-1 RNA 1 (591 bp) and 3 (1202 bp) have
been deposited in GenBank under accession numbers DQ329377 and
DQ329378, respectively.

Primers F (5

 

′

 

-GTTTCCTGTGCTCCTCA-3

 

′

 

) and R (5

 

′

 

-GTCACAC-
CGAGGTACT-3

 

′

 

) were developed for RT-PCR detection of RsV-1. The
primers amplified a 519-base fragment of RNA 3 and were used on both
total RNA and dsRNA templates. Amplicons obtained from both
templates were sequenced and were RsV-1-specific. However RsV-1 does
not appear to be the causal agent of rose rosette, as the virus was not
detected by RT-PCR in dsRNA extracts made from other plants with rose
rosette. This finding is in agreement with previous observations on this
disease (Ahn 

 

et al

 

., 1996).
The detection protocol can be employed in rose virus certification

schemes and surveys, while further work is needed in order to identify the

possible involvement of the virus in rose and rosaceous host diseases, in a
similar situation to that identified in 

 

Rubus

 

 and 

 

Fragaria

 

 species with TSV
and SNSV (Tzanetakis 

 

et al

 

., 2004).
While this report was under review, sequence of a novel virus from

blackberry, Blackberry chlorotic ringspot virus (BCRV), was released in
GenBank (accession numbers DQ091193-5; Jones 

 

et al.

 

 2006); S. W.
Scott, personal communication). The two viruses share 85–90%
nucleotide identity (85–93% amino acid identity) and should therefore be
considered strains of the same virus. For simplicity reasons, RsV-1 was
renamed to BCRV in GenBank.
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